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1        10        20        30          40        50        60

X.laevis MEPNSL  WVGS CGLHGPYIFYKAFQFHLE   RARILSLGDFF VRC P EPVCVAELQLLWEERTSR      K.    S                  N..           L   K H
X.tropicalis MEPNSL  WVGS CGLHGPYIFYKAFQFHLE   RARILSLGDFF VRC   EPVCIAELQLLWEERTSR      KQ    A                  N..           L   KAD
G.gallus ME   LQ WVG PCG HGPYVFY AF F   G  RARVLSLGDFFFVRC   EP CIAELQLLWEERTSR  RSA  .   A   S       R  R QRR GG               RAE  A
H.sapiens MEPNSLQ WVGSPCGLHGPYIFYKAFQFHLEG    RILSLGDFFFVRC P DPICIAELQLLWEERTSR       .                        ..KP             T K
M.musculus MEPNSLQ WVGSPCGLHGPYIFYKAFQFHLEG    RILSLGDFFFVRC P DPICIAELQLLWEERTSR       .                        ..KP             T K
D.rerio ......................................................................
consensus>50 mepnslq.wvgspcglhgpyifykafqfhleg..rarilslgdfffvrc.p.epvciaelqllweertsr

 70        80        90       100       110       120       130

X.laevis                                                SD   W  G  A PQLLSSSKLYFLPEDTP G NS HGE EVIAVSEKVIV LEDLVKWAH  FSK    L    VK   LKEL                K K  S   H           R               NY  K L   ...
X.tropicalis                                                SD   W  G  A PQLLSSSKLYFLPEDTP GRNSNHGE EVIAVSEKVIV LEDLVKWAH   SK  C L    V    LKEL                K        H           R           L   N   K L  E...
G.gallus                                                SD   W  G  A PQLLSS KLYFLPEDTPQGR SDHGEDEVIAVSEKV VKLEDL KWA   FSK  C      VK     D      A             T               T      A   Q      K  FR E   ...PM V
H.sapiens                                                SD   W  G  A PQLLSSSKLYFLPEDTPQGRNSDHGEDEVIAVSEKVIVKLEDLVKW H  FSK  C      VK      L                                             V       R  FH G   ...TEA 
M.musculus                                                SD   W  G  A PQLLSSSKLYFLPEDTPQGRNSDHGEDEVIAVSEKVIVKLEDLVKWAH  FSK  C L    VK                                                     R   R T   ...TEAF
D.rerio                                                SD   W  G  A P                                                        L     K   LKEL.............................................MV  LRS KK  Q V L PGV
consensus>50 qllsssklyflpedtpqgrnsdhgedeviavsekvivkledlvkwahSDfskW.cGl.A.Pvk...lkel

   140       150       160       170       180       190       200

X.laevis   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L D R   K    K  Q           V     E    E DKNVMV           ILK IQ     VA      S A     V          F        G G                       AE     A 
X.tropicalis   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L D K   K    K  Q           V     E    EDDKNVMV           ILK IQ K   VA      S A     L          F        G                         A      A 
G.gallus   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L DGK   K A M   Q T         IL    D   DDED N LI           MLK IQDK   I T           R                            S L
H.sapiens   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L DGR   K A LK  Q T         VL    D   DEEE NV V           MLK IQDK   I T                                        T  I
M.musculus   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L DGR   K A L   Q T         VL    D   DEEE NV V           MLK IQDK   I T           R                            T  I
D.rerio   NGQ E L  YR S LNSGLNFKD  KEKA LGE         LSYPQYCRYRS   R    PSS L DGK     A  K  E T         VL    E   D DDK VLV           I     E      T      R   H                          A   K               IA LR R   L
consensus>50 gkNGQkEaLlkYR#StLNSGLNFKD!lKEKA#LGEdee#knvm!LSYPQYCRYRSilkRiqdkPSSiLtD

   210       220       230       240       250        260       270

X.laevis     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  GQFV      AVI NNT  L      D    I    I                   P   E  N VKE   Q        N   K                                   LG.      V     LAG
X.tropicalis     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  GQFV       VI NNT  L      D    I    I                   P   E  N VKE   Q     P  N   K                                   FG.      V     LAG
G.gallus     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  GQFVL     AV S NPQ        D    I    I                 C P   D  N IKD NN           T K    F                                 P .      L     S
H.sapiens     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  GQF L     AVVS NPQ L      D    I    I                 C P   D  S VKD NN  A          R                                      P .      F     S
M.musculus     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  GQF L     AVVS NPQ L      D    I    V                 C P   D  S  KD NN  A          R                                      T .      F  S  P
D.rerio     ALGGI        I YCRDTF HPTL ENES CDEFAPNLKGRPRKKK    QRR S  G  VL     A   N TQ L      E    V    V                       D  S      NHV        SLT S                                     LSIS     Q  GARES 
consensus>50 qfvlALGGIavisnnpqIlYCRDTF#HPTL!ENES!CDEFAPNLKGRPRKKK.c.pQRR#S.nGvkd.nn

    280       290        300       310       320       330       340

X.laevis     K   K          K        CK    E K K          E    EQ FLVALYKYMKERK CDG TVA VKCE K  LP  K PN GN  KI   D P          D   AD  AV            V AT   T T  .      LI     AGEDDGCKV  GK
X.tropicalis     K   K          K        CK    E K K          E    EQ FLVALYKYMKERK CDG TVA VKCE K  LP  K PN GN  KI   D P          E   AEI            V AT   T T  .      LI     DGEDDGYKV  GK    S
G.gallus     K   K          K        CK    E K K          E    EQ FLVALYKYMKERKN E   VA VKCEAKSALP PK NN  N  K S  D     VG     E CRAD  A S S A                S  .S    G S   S IA  .....
H.sapiens     K   K          K        CK    E K K          E    EQ FLVALYKYMKERKN DG  VA VKCEA SAL  PKNN      KVS  E P   IG     E CRAD  A S   A        R   T     H.N.     N     VA  .....
M.musculus     K   K          K        CK    E K K          E    EQ FLVALYKYMKERKNCDG  I  VK EA SAL  PKNN   N  K S  E P   IG     E CRAD  A     V S   G  R   T     H.N    T N     LS  .....
D.rerio     K   K          K        CK    E K K          E    EQ FLVALYKYMKERK  EG T      D KS    P NP  G    V   N P    G     D CR D  AGV    LV MRA S  GVS  R  ST S  R QS     GDG .....    T
consensus>50 nc#gKtvaKvkc#aksalpKpknnn.gnCKkis.E#KpK..ig.....#Ecra#EQaFLVALYKYMKERK

     350       360       370       380       390       400       410

X.laevis TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                              T        HI
X.tropicalis TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                              T        HI
G.gallus TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                              T        HI
H.sapiens TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                              T        HI
M.musculus TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                              T        HI
D.rerio TPIERIPYLGFKQINLWTMFQAAQKLGGYE ITARRQWK  YDELGGNPGSTSAATCTRRHYERLILPYE                                        V                              V        N
consensus>50 TPIERIPYLGFKQINLWTMFQAAQKLGGYEtITARRQWKh!YDELGGNPGSTSAATCTRRHYERLILPYE

     420       430       440       450       460       470       480

X.laevis RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K  I                EN S   E    I G   I N  QKSKKE D  A   DM EV  DEED  E   G        SA    P  G   V L A  C A      S        PT  GL  T  PP    HL 
X.tropicalis RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K  I                EN     D    I GT  I N  QK KKE D  A   DM EV  DEED  E   N        LT    P  GP  V M V  C        P  P     ..  GY  A  PP    HL 
G.gallus RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K  IK        PV    QDNSS   E  T VSGT  I N  QKSKKE DN   PQD  EVSSEQEKDQE                         G A             N         AQ    AS
H.sapiens RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K  IK        PI    QENSS   E  T VSGT  I     KSKKE EN   PQD  EVSSEQEKEQE                         N N           H IP        AP    AA
M.musculus RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K  IK        PI    QEN     E  T VSG   I Q   K KKE EN   PQD  EVSSEQ KEEE                     NT  N N      N      MA N      TP    TS      R
D.rerio RF  GEEDKPLP  KPRK     QE   K K    KR K E       K    K   K        P     QE S                 D       D D  A   EL     EE QE Q  T          A      G V  SII A MMPI  P   QKTPRG   AS  VL  GMEDM  L  K 
consensus>50 RFikGEEDKPLPpiKPRKq#nssQE.e.KtKvsgtKRiKnE.qkskk#K#n.aKpq#m.evss##edeq#

       490       500       510        520       530       540

X.laevis                                                                    S   DEKN P   D EETK  VD  E    E    P   ENDE  E   N D V  D     D  P   L A..    M LDY L    TS  KS SVVS V.NY SPL    LE TVA K H TK ENSCQ PD VD  I
X.tropicalis                                                                    S   DEKN P   D EETK  VD  E    E    P   ENDE  E   N D V QD     D  P   L A..    M FGY S    TS  KS SVVS V.KY SLS    LE TIA Q H T  EDSCQ AD VD  I
G.gallus                                                                    S   DQKN  E   A ETK   QG      E    P   EK D TEN S SEK  EE          P L SA.    FT HPT G   QPN  PPPLLP A.AR LPM  I V   S S   AK  VPHLSS...F   S
H.sapiens                                                                    S    QK  PE   A D K  IEG QE       S    EKDN TDQ SNSEKV EE  E     PLP  PTLIS  SI  PLP A M KK   Y  FSAKPLA RVDP    E   G      A  AG KGPTP    A 
M.musculus                                                                    S   N K  PE   A E K   EG  D       S    EK N TDQ SNSEK  EE  D      LP  PTL. H SA  PLP P V GKP  HK LGARAPV RADP  A E   G     EA  MG KGLAPL   P 
D.rerio                                                                    S            N QQ     Q   D       SP   DDE       E Q V  N  E  N   LP LP............ S  LQAPT TDR P.....N  LTE   GVLVIKD D P LH AY HA GGL
consensus>50 ...dekn.pe..dae#tk..v#g.ed...e...sp...#nde.teq.sns#kv.e#..e..d..plpSlp

550          560       570        580       590       600        610

X.laevis    E N   T    KQL    ETM  TK E QI   Y D LENDPED  L  FPA Q P   D   EEEKHVK I CRQ ...D   QMPN   TT  R .  KED S H       VQ HV   I A .QH MHL
X.tropicalis    E DS  T      L    ETM  TKQE QI   Y D LEDD ED  L  FPA QPP   D   EEEKCVK I  RQ ...DER QMPN   TI    .  KPD S H    A  VQ HV   V   .RH M..
G.gallus M PD D        K L  S DTQ DTK E  I   FTESLENEP E PF  FP   P    Q D EDDK P  E TVLDATVT R HS A   E   P RR HKA         P M  ST  VQL ...T S M
H.sapiens L PE DS       KQ   S   L D KQE   C  FTES E EPQE  F  FP  QPP   Q E EDDK A  K  ALVPGAS  PLT PSA V S   SKL .C    P S    AS PS  TT   LAN N T
M.musculus L PE DS  T    KQ   S  TQ D KQE   C  FTES E D Q  PF  F A  PP   Q E EEE  P  K  AP PGAG  PLA PS  M S   AKP .C    P K L GA  SS S TK  LTS N A   Q
D.rerio                        Q       E C  F           PL      D          E K....................... DGAQLKS D DA PVAAVPLHHGH  PNSHTS ...QWKHGIL Y 
consensus>50 l.pe.ds..t....kql..s.etm.dtkqe.qic..%teslendped.pl..fpa.qpp...q.e.e#ek



   620       630       640       650       660       670       680

X.laevis  P      AN        G                    PL DM DYI  CTVKVD L SND           NALKQ  KV  VQ  DM   EKD   SMNDDS F YT    P           P     LKNPLDSNLLQ     N   YF  TL  LSD   TSA      S S
X.tropicalis  P      AN        G                    PL DM DYI  CTVK D L S D           NALKQ  KV  VQ  DM   EKE   SMNDDS F YT    P         M P   S LKNPLDSNLFQ     N   YL  TL  LN.   APP      S S
G.gallus  P      AN        G                    PL EMADYI  CTVKVDQL  EDI         HNALKQT KVLVVQ FDMFK EKEL GSM DDS F YT                   N   .........              N     .    P   S   T G
H.sapiens  P      AN        G                    PL  MADYI  CTVKVDQL SDDI         HNALKQT KVLVVQ FDMFK DKDL G MNEN   NYT  A                    .........              S     .    T P    HGL
M.musculus  P      AN        G                    PL   ANYI  CTVKVDQL SDDI         H ALKQT KVLVVQ FDMFK DKDL G MNEN   NYT  AT                   ......... T            S     .    T P    HGL
D.rerio  P      AN        G                    P    A               NQV                                       EES FNF V PS ..L  VEQSRPKE Q   ............VMVL TLQQKPVTSPEIPPERVEPLKK   C   N
consensus>50 lPdmadyiANctvkvdqlGsn#i.........hnalkqtPkvlvvq.fdmfk.ekdl.gsmn##s.fn%t

   690       700       710       720       730       740       750

X.laevis PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL    SR             L      AS   N    S    ISKKKLSS  EVS SL QTHHSSNS  ES                            QPG L                KG   P  L        ..
X.tropicalis PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL    SR             L      AS   N    S    I KKKLSS  EVS SL QTHHSSNS  ES                            QPG L         N      KG   P  L        ..
G.gallus PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL    S              L      A LS SY   S    ISKKKL SRDELSSSLSQ  H  NS  D      K                     A  C                N           GP VP  .. P
H.sapiens PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL    SR             L      ASLS SY   S    ISKKKL  RDDL SSLSQTHH  S   D                               S                IA    C        GQ T.. H
M.musculus PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL    SR             L      ASLS SY   S    ISKKKL  REDL S LSQ HHS SS  D                               S                IA    C G   G   Q  .. H
D.rerio PLLY  GNPGIMSPLAKKK LSQVSG       PYG PPPL     R             M        L  NY        VS    SS  EVSS        SSS   S    P                     TG LN     P      RRLS  GT    AGQSSSQV   VET 
consensus>50 PLLYsrGNPGIMSPLAKKK$LSQVSGasls.nyPYGsPPPL!skkklssrd#vssslsqthhssns..ds

     760       770       780       790       800       810       820

X.laevis     RPSVIQH QSF     E                          H        Y           K  AIN       V   KQK   E KTVND YK  M  KVD   CDF K  QS LADS  LK  VQECKE MA                 SP  K     H  NS FG   SYC   A  H  V     A  SC
X.tropicalis     RPSVIQH QSF     E                          H        Y           K VAIN       V   KQK   E KTVND YK  M  KVD   CDF K  QS LADS  LK  IQECKE M                  SP  K     H  NS FG   SYC   A  Q  V     A  AS
G.gallus     RPSVIQH QSF     E                          H        Y           K IAIN       V   KSK   ERKSINDVFKHDMLSKVDP RCDFS   LS LAES V K DIQDCKD M                  ..                    Q     Q C  S      P T
H.sapiens     RPSVIQH QSF     E                          H        Y           K  AV        V    SK S ERKTINDIFKHE LS  DP RC FSK  L  LADS VLK EIQE KD LM  S           R  P              K  RS  H  S    H NP        Q    G
M.musculus     RPSVIQH QSF     E                          H        Y           K  AV        V   KNK S DRKSINDIFKHD LS  D  RC FSK  L  LADS ILK E QE KD LT  S              A              K  RS AH  G    Q GS        Q T  G
D.rerio     RPSVIQH QSF     E                          H        Y           K I I            KS  S DR S  E    D  S  EP         Q    E      D     E V K       A     RG    R ST GSQK GC EG  .....VH S TLIR P LKRV PHSSM  S
consensus>50 ia!nRPSVIQHvQSFkqk.sE#rksin#ifkhdmlskv#p.rcdfskH.ls.la#sYvlk.diqeck#Km

     830       840       850       860       870           880

X.laevis  E         P F   FYSSPHLH L R  EHHL  E   K   R       EA KRA SNS V S  AE          Y Q     HN NS  F S EMF RD  NVSS   HKH     A   N    V          R    A         A  H     .  L     ...   ......
X.tropicalis  E         P F   FYSSPHLH L R  EHHL  E   K   R       EA KRA SNS V S LAE          Y QT    HN NS  F S EMF RD  NVSS  SHK     A   N               R              A  H     .  L     ..   L......
G.gallus  E         P F   FYSSPHLH L R  EHHL  E   K   R       E  KRA  HS V   LAD          F HT     N Q S Y   DMF RES NIS F  HKH EKT    LQ  R  T            N         N   T   LP    .       T TQ   Q  LNL
H.sapiens  E         P F   FYSSPHLH L R  EHHL  E   K   R       E  KRA  HS   S LAD          Y HT    HN Q S Y S DMY RES N SSF SH H EKL    LP  HM              S             T   P     .     .   P  R Q  LHV
M.musculus  E         P F   FYSSPHLH L R  EHHL  E   K   R       E  KRA SH  V S LAD          Y HT    HN QSS Y   D Y  ES N   F SHKH EKL    V  AH               S                 AA  A .Q    .GA L    P  IHV
D.rerio  E         P F   FYSSPHLH L R  EHHL  E   K   R       EA      Q    S L E            QT       Q S Y S D Y RDS     F    H D  MPRPG A..    S         N C       SK  I   L   V T    TAQG PPSQ P NVGL
consensus>50 aEkra.sns.vPsFla#FYSSPHLH.LyRqtEHHLhnE#ssK%.sR#m%.r#sEnvssf.shkh.ek...

     890         900       910        920       930        940

X.laevis      L    K           QPTDLSLPK    K                 Q  K    F YHAS HQ D          DD         S  H L  KIPG    H    Q D       Q  NSH       H  Q..NLHDDV            .L   ST    SSIC QPV.   S SHNP  TP  KTL
X.tropicalis      L    K           QPTDLSLPK    K                 Q  K    F YHAS HQ D          DD         S  H L   IPG   AH    Q D          NSH       H  Q..NLCDIV            .L   ATR   SSI  HSV.   A SHNP HTP  KTL
G.gallus      L    K           QPTDLSLPK    K                 Q  K    FNYH S HQQE K A  EA  DD         S  H  T K PG  L HS   Q E  G S  Q   SQ   P        . TV  SS            .I  Q A A  PG S  SMA   G  V L  AAS  AV
H.sapiens      L    K           QPTDLSLPK    K                 Q  K    FNY  S H QD K A  EA TDD           PH  T KV G  LAHS     E  G S  Q   SQ  LT   L    S AA  P            N.   P G  L ..    TTGP  S  I Q  VLG  ..
M.musculus      L    K           QPTDLSLPK    K                 Q  K    FNY AS H QD K A  EA TDD           PH LT KV G  LAHS     E  G S  Q    Q  L    L    V AA  S            N.     S  L ..    TSGS  I  A Q  VVSN ..
D.rerio      L    K           QPTDLSLPK    K                 Q  K    FNF A   Q E      E  TEE         S P  L               Q D       Q  NSQ  S R S K  G.PPP RV             S L  PLSTSTLGGIPHAAI   I NSPH  AG   SS
consensus>50 n%hasLhqq#Kk.a..ea.t##QPTDLSLPKs.phKlt.kipg..lahs...qQ#.Kg.s.Fq..nsq..

950       960       970          980         990      1000      1010

X.laevis   D  P ACRV PM     K           K            K      P         N    R  K   C  K    S  TM       DS  R       V  D  R   VEGLVH     K      GA   L GL  N           PIS RHM  IQ P.S ..T KP TL ..        FSIG TNTH F  P S
X.tropicalis   D  P ACRV PM     K           K            K      P         N    R  K   C  K    S  TMS P    DS  R          D  R   VEGLVH     K S Q  G    L GV  T            M  RNM  IH P.S ..TLKP TV ..        FSIG T T  F PP S
G.gallus   D  P ACRV PM     K           K            K      P         N    R  KS  C  K    S   M  P K  E L RS G     RLEN R   MEGMVH I  R MSPQ IGAA PL  L  N         A TA   HS L H  .  QQAQ    L ..         IS R
H.sapiens   D  P ACRV PM     K           K            K      P         N    R  KS  CH K    S  TMS P K  ESL RS G    VRLEN R   MEGMVH IL RKMSPQ IGAA P R               G   YP   S  .  PHH     F ..          H             I 
M.musculus   D  P ACRV PM     K           K            K      P         N    R  KS  CH K    S  TMS P K  ESL RS G    VRLEN R   MEGMVH IL RKMSPQ IGAA P R               G   YP   A  .  PHQ     F ..          H             I 
D.rerio   D  P ACRV PM     K           K            K      P         N    R  KS   H         T S   K  ES           R EE     ID M   IL  K SPQ I  A PL  V Y  R    P   V AS  VT  HSKVLE TPNS G  SMGF   E SR   ST S     CT
consensus>50 s.DchPkACRVsPMtms.pKk..#sl.rs.gK...vrl#n.r..Kv#g$vhPil.rkmspqNigaaRplK

   1020      1030        1040      1050       1060       1070

X.laevis R  E        KK RAV PL          K        E  K      H      E HK PL    F  NL DMD   TD  I   S  HLP  KEMSG D    QDG SS S H  I SGS    S  Y  SSP  P       NPL              ..       TFVG        V .D     .MI          F
X.tropicalis R  E        KK RAV PL          K        E  K      H      E HK PL    F  NL DLD  VTE  I   S   LP  KEMSG E    QDG SS S H  I SGS    S  Y  SSPV P       HP            S  ..       TFVG        V .D     .MM
G.gallus R  E        KK RAV PL          K        E  K      H      E HK PL    F   L ELD VI E  V   S  HLP  KE S  EK  D EG GS S H G  SGS    S  F  S PI P G     K  S             ..  T V   VP A       L . L    .VL        A
H.sapiens R  E        KK RAV PL          K        E  K      H      E HK PL    F   L DLD VI        S       KE SG EK  EQES GS  AH G  SG   S G     SSPI P S     L  AG  A      DPS..  V     AS        A  . G   G.G     L
M.musculus R  E        KK RAV PL          K        E  K      H      E HK PL    F   L DLD VI        S       KE SG EK  EQES G   A  G  SG   S G     S PI P S     L  AG  A      DPA..  A     AS      N G Y. G   A.A     L   T
D.rerio R  E        KK RAV PL          K        E  K      H      E HK PL    F  N  DLE   TE  I      H     DL G     E DS S   A   V   S  S G      S  I    NGP        T   CSTQR  P  PRTP A    V P EPA  IN YT     I  H HL Q
consensus>50 RnlE#$#.viteKKiRAVsPLhlp..k#msgKek..eq#gEgsKsah.giHsgs..sEgHKyPLsspiFp

1080             1090      1100      1110      1120      1130      1140

X.laevis G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  M P SLC        G  SRIP     P       T      Q L L   MM  QYLT  T SQQL        .G......  S    TA            A           TF        NS        Q
X.tropicalis G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  M P SLC        G  SRIP     P       TV     Q L L   MM  QYLT  T SQQL        .G......  S    TA                        TF        NS        Q
G.gallus G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  L P  LC        G N RLP G   P       TV     Q L L SLM   QFLTSP  SQQL  H     T  .T......   N   P                            V        A
H.sapiens G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  L   SLC        G NSRLP G           TV     Q L   SL M     TSPT SQQL  H   S    NS......       A    S                  F   V   GIF
M.musculus G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  L   SLC        G NSRLP G           TV     Q L   SL M     TSPT SQQL  H   S    NS......       A    S                  F   V   GIF
D.rerio G Y G            L       YSH LQYLKNQ  LSPLM P A H    QR       N    YR  L P               S V      P        V           SLMM  QFL        M  H     TFVSQVQDMCES G H TPS           A      P F I          A..A PAH
consensus>50 G$YpGslc........gLnsrip.gYSHpLQYLKNQtvLSPLMqPlAlHslmmQRqyltsptNsqq$YRh

    1150      1160      1170      1180

X.laevis       VG SYGD LH   YP     PQ  F   Q SSV PSTKL  A   P  S    L   SI  L AIN     PSS MI SHA           S     T     SP         Y     .
X.tropicalis       VG SYGD LH   YP     PQ  F   Q SSV PSTKL  A   P  S    L  NSI  L AIN     PSS M   HI SGA                 T     SP               .
G.gallus       VG SYGD LH   YP     PQ  F   Q SSV PSTKL LA ATP  S    L  NSI  LAAIN  AA P S L   H  T                             P            .
H.sapiens       VG SYGD LH   YP     PQ  F   Q SSV PSTKL LA ATP  S    L  NSI  LAAIN  AA PSS L   H  A                                          .
M.musculus       VG SYGD LH   YP     PQ  F   Q SSV PSTKL LA ATP  S    L  NSI  LA IN  AA PSS L   H  A                    G                     .
D.rerio       VG SYGD LH   YP     PQ  F   Q SSV PSTKL                      M A     A     L   H.....Q  T    I  PGL   S LH  P  SPP           S
consensus>50 la.atpVGsSYGDlLHnsiYP$aainPQaaFpssQ$SSVhPSTKL.

Supplementary Fig. S1. Comparison of Arid5b isoform1 amino acid sequence between vertebrates. Predicted amino acid sequence comparison 
of Arid5b: X. tropicalis (F6QQ73) isoform1; G. gallus (Q5ZJ69); H. sapiens (Q14865); M. musculus (Q8BM75); D. rerio (E7F888). Red boxes indicate 
amino acid residues conserved in all species. Phe-244 of isofrom1 is replaced by a start methionine in isoform2. 



  1                 80 
Isoform1 MEPNSLKWVG SSCGLHGPYI FYKAFQFHLE NRARILSLGD FFLVRCKPHE PVCVAELQLL WEERTSRQLL SSSKLYFLPE 
Isoform2 .......... .......... .......... .......... .......... .......... .......... ..........   
  81                160 
Isoform1 DTPKGKNSSH GEHEVIAVSE KVIVRLEDLV KWAHSDFSKW NYGLKALPVK LKELARNGQK ESLAKYRQSV LNSGLNFKDV  
Isoform2 .......... .......... .......... .......... .......... .......... .......... ..........   
        161                240 
Isoform1 FKEKAELGEG EGDKNVMVLS YPQYCRYRSI LKRIQAEPSS VLADQFVQAL GGIAVINNNT KILYCRDTFD HPTLIENESI  
Isoform2 .......... .......... .......... .......... .......... .......... .......... ..........   
  241                320 
Isoform1 CDEFAPNLKG RPRKKKLGPQ RRESVNGVKE LAGVCDGKTV AKVKCEVKAT LPKTKTPNGN CKKILIEDKP KAGEDDGCKV 
Isoform2 ...MPNLKG  RPRKKKLGPQ RRESVNGVKE LAGVCDGKTV AKVKCEVKAT LPKTKTPNGN CKKILIEDKP KAGEDDGCKV 
  321                400 
Isoform1 DEGKADEQAF LVALYKYMKE RKTPIERIPY LGFKQINLWT MFQAAQKLGG YETITARRQW KHIYDELGGN PGSTSAATCT 
Isoform2 DEGKADEQAF LVALYKYMKE RKTPIERIPY LGFKQINLWT MFQAAQKLGG YETITARRQW KHIYDELGGN PGSTSAATCT  
   401                480 
Isoform1 RRHYERLILP YERFIGGEED KPLPSAKPRK PENGSQEVEL KAKICGAKRI KNESQKSKKE KDPTAKGLDM TEVPPDEEDH 
Isoform2 RRHYERLILP YERFIGGEED KPLPSAKPRK PENGSQEVEL KAKICGAKRI KNESQKSKKE KDPTAKGLDM TEVPPDEEDH 
  481                560 
Isoform1 LEADEKNMPL DYDLEETKTS VDKSESVVSE VNYPSPLEND ELEETVANKD HVTKDENSCQ DPDPVDSLIH VKEINCRQTD 
Isoform2 LEADEKNMPL DYDLEETKTS VDKSESVVSE VNYPSPLEND ELEETVANKD HVTKDENSCQ DPDPVDSLIH VKEINCRQTD 
  561                640 
Isoform1 KQLQMPNETM TTTKREQIKE DYSDHLENDP EDVQLHVFPA IQAPQHDMHL EEEKLPDMPD YIANCTVKVD PLGSNDLKNP 
Isoform2 KQLQMPNETM TTTKREQIKE DYSDHLENDP EDVQLHVFPA IQAPQHDMHL EEEKLPDMPD YIANCTVKVD PLGSNDLKNP 
  641                720 
Isoform1 LDSNLLQNAL KQNPKVYFVQ TLDMLSDEKD TSASMNDDSS FSYTPLLYSR GNPGIMSPLA KKKLLSQVSG ASQPGNLPYG 
Isoform2 LDSNLLQNAL KQNPKVYFVQ TLDMLSDEKD TSASMNDDSS FSYTPLLYSR GNPGIMSPLA KKKLLSQVSG ASQPGNLPYG 
  721                800  
Isoform1 SPPPLISKKK LSSKGEVSPS LLQTHHSSNS ESAAINRPSV IQHVQSFKQK SPEEKKTVND HYKNSMFGKV DSYCCDFAKH 
Isoform2 SPPPLISKKK LSSKGEVSPS LLQTHHSSNS ESAAINRPSV IQHVQSFKQK SPEEKKTVND HYKNSMFGKV DSYCCDFAKH 
  801                880 
Isoform1 HQSVLADSYA LKSCVQECKE KMAEKRAASN SNVPSFVAEF YSSPHLHRLY RQAEHHLHNE NSAKFHSREM FRDLENVSSH 
Isoform2 HQSVLADSYA LKSCVQECKE KMAEKRAASN SNVPSFVAEF YSSPHLHRLY RQAEHHLHNE NSAKFHSREM FRDLENVSSH 
  881                960 
Isoform1 KHHYHASLHQ HDKQNLHDDV DDQPTDLSLP KSLHKLSTKI PGSSICHQPV QQDSKSHNPF QTPNSKTLGL DCNPKACRVS 
Isoform2 KHHYHASLHQ HDKQNLHDDV DDQPTDLSLP KSLHKLSTKI PGSSICHQPV QQDSKSHNPF QTPNSKTLGL DCNPKACRVS 
  961               1040 
Isoform1 PMTMPISKRH MDSIQRPSKT VKPDTLRKVE GLVHPFSIGK TNTHNFGAPR SLKRNLEDMD NPLTDKKIRA VSPLHLPKEM 
Isoform2 PMTMPISKRH MDSIQRPSKT VKPDTLRKVE GLVHPFSIGK TNTHNFGAPR SLKRNLEDMD NPLTDKKIRA VSPLHLPKEM 
  1041               1120 
Isoform1 SGKDTFVGQD GESSKSVHDI HSGSMIESHK YPLSSPFFPG MYPGSLCGGL SSRIPTAYSH PLQYLKNQTA LSPLMQPLAL 
Isoform2 SGKDTFVGQD GESSKSVHDI HSGSMIESHK YPLSSPFFPG MYPGSLCGGL SSRIPTAYSH PLQYLKNQTA LSPLMQPLAL 
 1121             1187 
Isoform1 HTFMMQRQYL TNSTNSQQLY RQIASHAPVG SSYGDLLHSS IYPLTAINPQ SPFPSSQMSS VYPSTKL 
Isoform2 HTFMMQRQYL TNSTNSQQLY RQIASHAPVG SSYGDLLHSS IYPLTAINPQ SPFPSSQMSS VYPSTKL 

Supp. Fig. S2. Amino acid comparison of the two Arid5b isoforms. The ARID domain is highlighted in yellow. Regions specific to isoform1 or 
isoform2 are indicated in red letters. The sequence in blue corresponds to the predicted C-terminal sequence of isoform2 observed in 3’RACE PCR 
experiment but that we could not amplify by end-to-end PCR.



Supp. Fig. S3. Nucleotide position of PCR primers used for RT-qPCR. Nucleotide sequences of the N-terminal region of arid5b isoform1 and iso-
form2 are aligned. Arrows indicate the primer sequences that were used to amplify both isoforms (in blue), isoform1 (green) and isoform2 (brown). 
Conserved nucleotides are in red. 



TABLE S1

EXON-INTRON ORGANIZATION OF THE ARID5B GENE
IN XENOPUS LAEVIS ON SCAFFOLD 9729

  Sequence at exon-intron junction   

Exon n° 
Exon 

size (bp) 5’ splice donor 3’ splice acceptor 
Intron 

size (bp) 
Amino acid 
interupted 

1 >27 ACTCAAGgtattattagctg tcttgcagTGGGTCGG 328 Trp-8 

2* >68  ? attttcagCATGAAGT >39437 Glu-92? 

3 226 GAATTAGgtaaccatggttc aaccacagTGAAGGCG 40399 His-93 

4 231 AATTTGGgtaagttccaatc ttttacagCACCGAAT 66835 Gly-168 

5 113 GGCCAAGgtaaatccttttt tctttcagGTCAAATG 1316 Lys-282 

6 220 AAGCAGAgtaagtagacact tctaacagTTAACCTT 4458 Ile-356 

7 53 TGAAACGgtaagtgctttta tataacagATTACTGC 3545 Ile-374 

8 98 ACGAAAGgtaggataatcta ccccacagATTAATCC 33496 Arg-406 

9 199 GACTGAGgtaaattggggca ttgtttagGTTCCACC 5264 Val473 

10 >2712     

      

4b >99 GGAATGGgtaaccgcttcag tctttcagGTCAAATG 6493 Ala-2  
(short 

isoform) 

      

  Sequence at exon-intron junction   

Exon n° 
Exon 

size (bp) 5’ splice donor 3’ splice acceptor 
Intron 

size (bp) 
Amino acid 
interupted 

1* >27 ACTCAAGgtattattagctg ? ? Trp-8 

2 236 CGGAGAGgtgacatccctac tttttcagCATGAAGT 53173 His-93 

3 226 GAACTAGgtaaccatgattc aaccacagGTGAAGGC 53008  Gly-168 

4 231 GAATTTGgtaagttccaatt tttttcagCACCAAAT 77336 Ala-245 

5 113 TGCCAAGgtaaatcggtttt tgttttagGTCAAATG 1264 Val-283 

6 220 AAGCAGAgtaagtagacatt tctaacagTTAACCTT 4033 Ile-356 

7 53 TGAAACGgtaagtgcttttt tgtaacagATTACTGC 4690 Ile-374 

8 98 ACGAAAGgtaggataatctg ccccacagATTAATCC 33865 Arg-406 

9 199 GGCTGAGgtatattggggca ttgttcagGTTCCACC 4311 Val-473 

10 >2705     

      

4b >96 GGAATGGgtaaccgctttat tttttcagCACCAAAT 5945  Ala-2  
(short 

isoform) 

      

Exon sequences are indicated by uppercase letters and intron sequences by lowercase letters. 
Splice donor and acceptor sites are underlined. Exon and intron size are reported as base pairs.

Scaffold 9729. * sequence nt89-275 mRNA ORFmissing in genomic sequence.

TABLE S2

EXON-INTRON ORGANIZATION OF THE ARID5B GENE
IN XENOPUS LAEVIS ON SCAFFOLD 48311

Exon sequences are indicated by uppercase letters and intron sequences by lowercase letters. 
Splice donor and acceptor sites are underlined. Exon and intron size are reported as base pairs.

Scaffold 48311 * sequence nt21-39 mRNA ORFmissing in genomic sequence.


